Gene arrangement and distribution of Baikal mollusks mitogenomes studied are similar to the most of Caenogastropoda (Wang et al. 2017; Yang et al 2016; Simison et al 2006; Bandyopadhyay et al 2006) . The majority of all living sea and freshwater gastropods are classified within the Caenogastropoda (Mollusca: Gastropoda) clade, which comprises approximately 136 extant families of snails (Colgan et al., 2007) . Among all mitogenomes of Caenogastropoda sequenced and available in GeneBank, majority of them exhibited highly conserved gene order with minor discrepancies connected with the position of some tRNAs, and among of representatives of two superfamilies only (Vermetoidea and Cerithioidea) gene arrangement was different (Wang et al., 2017) . Caenogastropoda is supposed retain ancestral gene arrangement (Grande et al., 2008) .
Results of the analysis of mitogenome sequences of these mollusks can be used for further study of the scenarios of speciation and evolution of the Baikal mollusks fauna.
